The performances of the Scan and Local types of comparisons have recently been investigated [1] . It was found that the scan method could locate known RNA structures with a sensitivity of ¢ ¡ ¤ £ and a positive prediction value of ¥ ¡ § ¦
¦ percent identity [6] , and sequence pairs with more than identity were removed. As a global alignment reaches from one end of the sequences to the other, it is necessary that the length difference between the two sequences is less than or equal to the Maximum length difference (delta) parameter. For the global type of comparison this parameter has a maximum of nucleotides on the web server. Sequence pairs with a length difference larger than this were therefore discarded. The global dataset contains . That the optimal gap penalty for predicting 5S rRNA structures is smaller than the gap penalty optimal for tRNA structures was also found by [7] . Figure S1 shows the average CC as a function of gap opening cost.
To further test the performance of the server the dataset was extended to include sequence pairs with a maximum pairwise sequence identity up to¨ , and additional independent test sequences from the SRP database (version 151) were included as well [8] . Only sequences with structures consisting of one stem-loop were included (all belonging to the bacterial subdivision). The performance as a function of the gap opening cost for the SRP data is also shown in Figure S1 . The performance as function of pairwise sequence identity can be seen in Figure S2 Figure S1 : The average performance as function of the gap opening cost. In addition to the performance for low similarity 5S rRNA, tRNA, and U1 data the performance for the stem-loop SRP data is also shown. . The fluctuations in performance for 5S rRNA, SRP, and U1 are likely to be due to the limited amount of data at these identities. This is also true for the low and high similarity parts of the tRNA curve.
